Methods

Purification, crystallization, data collection and structure determination of cgAUS1
The protein purification, protein crystallization, data collection and the data processing has been described previously. 1,2,3 The structures were solved and refined using Phenix 4 as described previously. 5 Restraints for the polyoxometalate hexatungstotellurate(VI) (TEW) were obtained with PHENIX.reel and PHENIX.elbow as reported previously 6, 7, 8 using the crystal structure of TEW. 9 Restraints for GluTEW were obtained analogously after placing the atoms into the electron density. The quality of the models was validated by MOLPROBITY. 10 The models were refined using PHENIX.refine.
Weak data (mean I/σI < 2) were included in the final refinement, in the case that they improved the models and their stereochemistry. 11 The final refinement statistics have been presented previously 5 
Structure analysis and graphical representation
Calculations for the electrostatic surface potential of pro-AUS1 were performed using the PDB2PQR 12 webserver and the APBS 13 webserver. Protein-POM interactions were analyzed and visualized with LigPlot + . 14 Molecular graphics images were generated with PyMOL (http://www.pymol.org/) and VMD. 15 
